Figure S3. Evolutionary relationship of C12ORF57
Phylogenetic tree of all sequences showing homology to human C12ORF57 (red). Distance tree was calculated using the Grishin distance and the "Fast minimum Evolution" algorithm. Homologous sequences were obtained by protein PSI-blast that resulted in hits that fulfill threshold criteria (e-value .005) ranked upon sequence similarity. All of the sequences were annotated as "Protein C10", "Protein C10 like", or "Hypothetical Protein". Scale bar = amino acid substitution per site. 
